ABSTRACT Chromohalobacter salexigens ANJ207 was isolated from a salt crystal and is known to tolerate up to 30% NaCl concentration. Here, we report the de novo draft assembly of C. salexigens ANJ207. The genome was determined to have 3.66 Mb represented in 13 scaffolds, with a total of 3,406 genes predicted.
number of 3,406 genes distributed over 8 scaffolds. Of the 3,406 predicted genes, 3,344 were protein-coding genes (2,868 characterized proteins and 506 hypothetical/putative proteins) and 62 were non-protein-coding genes. The total number of tRNA-coding genes was 54, and the total number of rRNA-coding genes was 3.
Overall, the genome analysis of Chromohalobacter salexigens ANJ207 will provide an elementary platform for future studies toward complete understanding of the functions of this halotolerant bacterium. Moreover, comparisons among the completely sequenced genomes of Chromohalobacter will facilitate rendering of new insights into evolutionary changes in Chromohalobacter spp. and reveal the genetic adaptations of these bacteria to survive under hypersaline conditions and the effectiveness of strains as plant growth promoters.
Data availability. This whole-genome shotgun project has been deposited in the NCBI repository under GenBank accession number MZZK00000000 and assembly accession number GCA_004102695 (BioProject identifier PRJNA377371). Short-read data have been submitted to the SRA under run accession number SRR8517641.
